Introduction {#s0001}
============

With over 600,000 new cases per year worldwide, head and neck squamous cell carcinoma (HNSCC) is the sixth most common malignancy in developed countries.[@cit0001] However, despite numerous developments in treatment modalities, the disease-free and overall survival of head and neck cancer patients barely improved over the last decades.[@cit0002] Currently, it is not possible to accurately predict treatment outcome in HNSCC patients, because robust predictive biomarkers are lacking.

To identify new predictive biomarkers, a lot of focus has been on the biologic properties of cancer cells. However, new insights show that tumor aggressiveness and therapy resistance are also influenced by the interplay between tumor cells and their micro-environment.[@cit0003] Therapies targeting this interaction are rapidly evolving and are already implemented in different types of cancer. Soon, immunotherapy is very likely to become implemented in the standard treatment regiments of HNSCC patients.[@cit0005]

Clarifying the prognostic value of the presence of tumor-infiltrating immune cells might lead to a better understanding of the role of different elements of the head and neck tumor microenvironment. Moreover, identifying predictive biomarkers, which specifically predict treatment outcome, is essential to direct personalized medicine.

Many studies indicated the presence of tumor-infiltrating lymphocytes (TILs) to be a favorable prognostic factor for treatment outcome in different types of cancer.[@cit0007] However, different subsets of lymphocytes have different or even opposing functions in the tumor microenvironment.

Cytotoxic T-lymphocytes, characterized by the expression of CD8, have the ability to directly target and destroy tumor cells through binding to MHC class I molecules, and have therefore been studied extensively.[@cit0008] The presence of CD8+ lymphocytes in the tumor microenvironment has been associated with a better prognosis in many types of cancer,[@cit0009] which is currently also an important target of new treatment strategies.[@cit0012]

Regulatory T-cells (Tregs) are involved in maintaining immunological tolerance to host tissues and are therefore considered to be suppressors of the anti-tumor immune response.[@cit0013] This suggests that their presence in the tumor micro-environment would predict an unfavorable prognosis. However, the prognostic value of Tregs seems to differ strongly among different types of cancer. For HNSCC, previous studies suggested that high Treg counts are associated with better prognosis.[@cit0014] Tregs are most often evaluated using immunohistochemical staining for FoxP3, which is considered to be the most specific Treg marker.[@cit0015]

The role of CD4+ helper T-cells is unclear, because a wide range of CD4+ cell subsets with different functions exists.[@cit0016] CD4+ Th1 cells promote the anti-tumor immune response by stimulating CD8+ cytotoxic T-cells, but CD4+ Th2 cells are also related to anti-tumor immunity.[@cit0017] On the other hand, CD4+ regulatory T-cells are thought to inhibit an effective anti-tumor immune response.[@cit0013] The exact role of the more recently described CD4+ cytotoxic T-cells and follicular helper T-cells in tumor immune surveillance has not been clarified yet.[@cit0016]

In this study, we systematically reviewed the literature for publications about the prognostic value of T-lymphocytes and CD4+, CD8+, and FoxP3+ T-cell subsets in HNSCC. We aimed to include all studies that assessed tumor infiltration with CD3+, CD4+, CD8+, or FoxP3+ lymphocytes as well as the ratios between these markers as a prognostic biomarker in HNSCC.

Methods {#s0002}
=======

Search strategy {#s0002-0001}
---------------

A broad search was conducted that included the domain ("HNSCC"), the determinant ("Tumor-infiltrating T-cells"), their synonyms, and a filter for prognostic studies.[@cit0018] Pubmed/Medline and Embase were searched for publications based on title and abstract. The complete search strategy is shown in Supplementary Table 1. Two researchers (ERU and MOO) independently screened the abstracts based on predetermined in- and exclusion criteria (Supplementary Table 2). A final selection was made by full-text reading of the selected studies. Discrepancies between the two researchers were discussed and resolved by consensus. T-cell markers assessed in two or more studies qualified for inclusion. Table 1.Study characteristics of studies included in meta-analysis. Oral Cavity (OC), Oropharynx (OP), Hypopharynx (HP), Larynx (L), Other (O), Surgery (S), Radiotherapy (RT), Chemotherapy (CT), Chemoradiotherapy (CRT), Formalin Fixed, Paraffin Embedded material (FFPE), Fresh Frozen Tissue (FFT), Tissuemicroarray (TMA), Immunohistochemistry (IHC), Immunofluorescence Staining (IFS).StudySample sizeSubsiteHPVStageTreatmentBiomarkersMaterialTechniqueBalermpas 2014101OC, OP, HP, LBothAllCRTCD3, CD4, CD8, FoxP3FFPEIHCBron 201335OC, OP, HP, L?AllSFoxP3, (BDCA2, CD11c, CD56, COX2, BCL2, ARG2, iNOS)FFPEIHCDistel 2009115OP, HP?AllCRT, S+RTCD3, CD4, CD8, FoxP3, (CD20, CD79, Granzyme B)FFPE in TMAIHCHasmim 201383OC, OP, HP, LBothAllS, CRT, S+RTCD8, (HLA1, EPHRI-NE, SCINDERIN)FFTIHC, IFSKim 2016402OC, OP, HP, L, OBothAllS+CRT/RT/CTCD3, CD8, FoxP3, (PD-L1, PD1, ICOS, LAG-1)FFPE in TMAIHCNasman 201283OPBothAllRT, CRTCD8, FoxP3FFPEIHCNguyen 2016273OC, OP, HP, L?AllS, RT, CRTCD4, CD8, FoxP3, (CD68)FFPE in TMAIHCNordfors 2013280OPBothAllRT, CRTCD4, CD8FFPEIHCOquejiofor 2015139OPBothAllRTCD3, CD4, CD8, FoxP3, (SMA)FFPEIHCPark 201379OPBothIII/IVS, RT, S+RTFoxP3, CD25FFPE in TMAIHCPretscher 200933OC, OP, HPBothAllS+RT, S+CRTCD3, CD8, FoxP3, (CD20, CD68, Granzyme B)FFPE in TMAIHCPunt 2016117OPBothAll?CD3, FoxP3, (IL-17)FFPEIFSVan Kempen 2016262OPBothAllS, S+(C)RT, RT, CRTCD3, CD4, CD8, (SERPENB1/B4/B9, Granzyme B)FFPE in TMAIHCWatanabe 201087OC?AllSCD4, CD8, CD25, FoxP3, (CD69, CCR4, Granzyme B)FFPEIHCWolf 201539OC?AllS, S+RTCD4, CD8, FoxP3, (CD104, CD68)FFPE in TMAIHCZancope 201070OC, O (lip)?AllSCD8, (CD57)FFPEIHC Table 2.Quality assessment of included studies. ○ = low risk of bias, ◐ = moderate risk of bias, • = high risk of bias.StudyStudy ParticipationStudy AttritionPrognostic factorOutcomeStudy con-foundingAnalysis and reporting Total Risk of BiasBalermpas 2013○•◐○○○1LowBron 2012••◐◐◐◐6HighDistel 2009◐•◐○◐○3ModerateHasmim 2013◐•◐○◐◐4HighKim 2016◐•○○○○1LowNasman 2012○•◐○○◐2ModerateNguyen 2016○◐○○○○0LowNordfors 2013○•◐○○○1LowOguejiofor 2015◐•◐◐◐○4HighPark 2013◐••◐○○4HighPretscher 2009◐•○○•○3ModeratePunt 2016◐•○○◐○2ModerateVan Kempen 2016◐•◐○○○2ModerateWatanabe 2010◐•◐◐◐○4HighWolf 2015◐•○○○•3ModerateZancope 2010••◐○○•5High

Inclusion criteria {#s0002-0002}
------------------

Studies were included in which the prognostic value of CD3+, CD4+, CD8+, and/or FoxP3+ lymphocytes was investigated in patients with oral cavity, oropharyngeal, hypopharyngeal, or laryngeal carcinoma. TILs had to be evaluated immunohistochemically; studies which only evaluated hematoxylin- and eosin-stained sections were excluded. Only publications about lymphocytes in the tumor epithelium were included. Studies that only investigated lymphocytes in the tumor stroma did not qualify. The prognostic value had to be investigated by time-to-event survival analysis with either overall survival (OS), disease-free survival (DFS) or locoregional control (LRC). Original articles published in English between January 2006 and December 2016 were eligible for inclusion. Animal studies, case reports, and commentaries were excluded.

Data extraction {#s0002-0003}
---------------

The following data were obtained from each included publication: author and title, year of publication, biomarker(s), sample size, tumor subsite, tumor stage, HPV status, treatment modality, median follow-up time, scoring methods, cutoffs, and finally outcome of univariate and multivariate analysis defined by hazard ratio (HR), 95%-confidence interval (CI), and p-values. When these parameters were not mentioned in the article, we extracted the data from Kaplan-Meier curves by digitizing the curves using the open-source Engauge Digitizer software (<http://digitizer.sourceforge.net/>) and estimating the univariate HR.[@cit0019] When HRs were not mentioned and Kaplan-Meier curves were not available, or HRs did not match the shown Kaplan-Meier curves, studies were excluded from the meta-analysis. Because HPV positive and HPV negative head and neck tumors are considered as different disease entities,[@cit0020] we recorded data for these two subgroups separately.

Assessment of study quality {#s0002-0004}
---------------------------

This study is compliant with the PRISMA checklist.[@cit0022] All relevant publications were appraised for risk of bias using the Quality and Prognosis Studies (QUIPS) criteria, a validated and useful tool for systematic reviewers for the critical appraisal of study quality.[@cit0023] The risk of bias was scored as low, moderate or high for six different domains: study participation, study attrition, prognostic factor measurement, outcome measurement, study confounding and statistical analysis, and reporting. For this systematic review, baseline characteristics included HPV status, T- and N-stage, and treatment modality. Studies that used consecutive cohorts, stratified for HPV status, clearly described their methods of quantification, and included treatment in their analysis were valued highest. The risk of bias was assessed by two researchers (ERU and MOO) independently. Differences were resolved by discussion.

Statistical analysis {#s0002-0005}
--------------------

For the meta-analysis, HRs were used that described the risk of event for high TILs versus low TILs. If the study reported the HR for low TILs vs. high TILs, the reciprocal was taken. The meta-analysis and creation of the forest plots was performed in Review Manager version 5.0.

Results {#s0003}
=======

Study selection and characteristics {#s0003-0001}
-----------------------------------

The Pubmed/Medline and EMBASE search yielded 2550 hits after removing duplicates ([Fig. 1](#f0001){ref-type="fig"}). Of the 122 publications that remained after the abstract screening 48 were conference abstracts, 2 were in Polish, and 3 were not available. Therefore, 69 full-text articles were evaluated, of which 28 met our inclusion criteria.[@cit0024] Of these, 7 could not be included because no hazard ratios or Kaplan-Meier curves were available or because the reported hazard ratios did not match their Kaplan-Meier curves; 3 studies were excluded because they reported outcome in terms of disease-specific survival; 2 studies evaluated FoxP3 expression on tumor cells instead of TILs. Figure 1.Selection process. Of the 122 articles that remained after the initial title/abstract screening, 28 remained for inclusion.

[Table 1](#t0001){ref-type="table"} gives an overview of the study characteristics of the remaining 19 studies that were eligible for inclusion in the meta-analysis after appraisal. The characteristics of studies that fulfilled the inclusion criteria, but could not be included in the meta-analysis are shown in Supplementary Table 3. All studies investigated TILs by immunohistochemistry. Distel et al. analyzed early stage and advanced stage cancer separately and this difference was maintained in our analysis.[@cit0026] Most studies included HPV-positive as well as HPV-negative patients, multiple subsites and multiple treatment modalities.

Quality assessment {#s0003-0002}
------------------

The 28 studies remaining after full text screening were critically appraised for risk of bias using the QUIPS criteria. Almost no study mentioned study attrition or provided information about patients lost to follow-up. Most studies did not use consecutive cohorts. Several studies were unclear about their scoring methods, especially regarding TIL location (epithelial vs. stromal). This was accounted for in the prognostic factor measurement domain. Also, studies used data-dependent cut-offs, but since no consensus exists on cut-offs, this was not considered in the prognostic factor measurement domain. The complete quality assessment of the publications included in the meta-analysis is shown in [Table 2](#t0002){ref-type="table"}. The quality assessment of the excluded articles after full text screening is shown in Supplementary Table 4.

CD3+ TILs as prognostic biomarker {#s0003-0003}
---------------------------------

The prognostic value of CD3 was assessed in 9 studies, of which 6 were eligible for inclusion in the meta-analysis. The results of the meta-analysis are shown in [Fig. 2](#f0002){ref-type="fig"}. In HPV-negative patients, the pooled meta-analysis showed an advantage for high CD3+ TIL infiltration (pooled HR 0.64 (CI 0.47--0.85) for OS, pooled HR 0.63 (0.49--0.82) for DFS) ([Fig. 2a](#f0002){ref-type="fig"}). The 2 studies that reported LRC did not yield a conclusive result (pooled HR 0.72 (0.40--1.31)). Figure 2.Forest plots of prognostic value of CD3+ TILs on overall survival, disease-free survival and locoregional control in HPV-negative patients (A) and HPV-positive patients (B). No data were available for disease-free survival in HPV-positive patients.

In HPV-positive patients, a similar advantage for high CD3+ cell count was observed. Two studies reported a better overall survival in patients with high CD3+ TIL infiltration (pooled HR 0.45 (0.28--0.72) ([Fig. 2b](#f0002){ref-type="fig"}). One study reported on LRC, but did not find a correlation with CD3+ TIL infiltration (HR 0.93 (0.56--1.54)). No studies reported data on disease-free survival for HPV-positive patients.

CD4+TILs as prognostic biomarker {#s0003-0004}
--------------------------------

Four studies presented data on the prognostic value of CD4+ TILs. In HPV-negative patient cohorts, high CD4+ TILs were associated with a better overall survival (pooled HR 0.76 (0.64--0.89)), as well as with a better locoregional control (pooled HR 0.81 (0.68--0.96)) ([Fig. 3a](#f0003){ref-type="fig"}). The only study that reported on disease-free survival found an advantage for patients with high CD4+ TIL count (HR 0.49 (0.24--0.98)). Figure 3.Forest plots of prognostic value of CD4+ TILs on overall survival, disease-free survival and locoregional control in HPV-negative patients (A) and HPV-positive patients (B). No data were available for disease-free survival in HPV-positive patients.

Two studies investigated CD4+ TILs in relation to the prognosis of HPV-positive patients. These showed contradictory results (pooled HR 1.33 (0.63--2.81)) ([Fig. 3b](#f0003){ref-type="fig"}). One study reported data on locoregional control and found a non-significant association between high CD4+ TIL infiltration and worse outcome (HR 1.56 (0.78--3.12)). No studies reported data on disease-free survival in HPV-positive patients.

Remarkably, 10 studies that were excluded from the meta-analysis, did assess CD4+ TILs as a prognostic marker, but a substantial part of these studies did not report HRs or Kaplan-Meier curves because they did not find a significant result.

CD8+ TILs as prognostic biomarker {#s0003-0005}
---------------------------------

CD8+ TILs were most frequently assessed in the included studies: 12 studies were eligible for inclusion in the meta-analysis. A favorable outcome for high CD8+ TIL count was observed for each outcome measurement in HPV-negative patients (pooled HR 0.67 (0.58--0.79) for OS, pooled HR 0.50 (0.37--0.68) for DFS, and pooled HR 0.82 (0.70--0.96) for LRC) ([Fig. 4a](#f0004){ref-type="fig"}). Figure 4.Forest plots of prognostic value of CD8+ TILs on overall survival, disease-free survival and locoregional control in HPV-negative patients (A) and HPV-positive patients (B).

A similar advantage for high CD8+ TILs was observed in HPV-positive patients for OS (pooled HR 0.31 (0.17--0.59)) and DFS (pooled HR 0.82 (0.70--0.96)) ([Fig. 4b](#f0004){ref-type="fig"}). Data on LRC were only reported in one study, which found a non-significant worse prognosis for patients with high CD8+ TIL count (HR 1.60 (0.31--8.26)).

FoxP3 as prognostic biomarker {#s0003-0006}
-----------------------------

Nine studies reported results on the prognostic value of FoxP3+ TILs. In HPV-negative patients, a better OS was observed in patients with high FoxP3+ TIL infiltration (pooled HR 0.80 (0.70--0.92)) ([Fig. 5a](#f0005){ref-type="fig"}). A comparable trend was seen for DFS (pooled HR 0.77 (0.57--1.02)) and LRC (pooled HR 0.92 (0.81--1.04)). Figure 5.Forest plots of prognostic value of FoxP3+ TILs on overall survival, disease-free survival and locoregional control in HPV-negative patients (A) and HPV-positive patients (B).

It was not possible to perform a meta-analysis for HPV-positive patients, because only one study provided the required data for each outcome measurement. Oguejiofor et al. reported a slightly and non-significantly better OS for patients with high FoxP3+ TIL count (HR 0.76 (0.23--2.51)) and a non-significantly worse LRC for this patient group (HR 1.70 (0.68--4.25)).[@cit0037] Punt et al. showed a trend toward a better DFS for high FoxP3+ TILs (HR 0.28 (0.08--1.02)).[@cit0040] Results of these separate studies are shown in [Fig. 5b](#f0005){ref-type="fig"}.

TIL ratios as prognostic biomarker {#s0003-0007}
----------------------------------

It was not possible to perform a meta-analysis on TIL ratios, because an insufficient number of studies provided the required data. Only one study assessed the prognostic value of the CD8/FoxP3 ratio; Nasman et al. reported a significant better DFS for patients with a high CD8/FoxP3 ratio in HPV-negative patients (HR 0.28 (0.1--0.9)).[@cit0034]

Both CD3/FoxP3 ratios and FoxP3/CD4 ratios were also reported once; Zhou et al. (2016) found an association between a high FoxP3/CD4 ratio and a worse OS (HR 13.19 (1.96--14)).[@cit0051] Distel et al. (2009) reported a trend toward better DFS in patients with a high CD3/FoxP3 ratio (HR 2.4 (0.98--7.47) for stage I/II patients, HR 1.58 (0.64--4.16) for stage III/IV patients).[@cit0026]

Discussion {#s0004}
==========

In this systematic review and meta-analysis, we investigated the prognostic value of different subsets of T-cells for predicting HNSCC outcome.

Firstly, we investigated the prognostic value of the general T-cell marker CD3. According to our meta-analysis, high CD3+ TIL infiltration correlated with a favorable prognosis for both HPV-negative and HPV-positive head and neck tumors. This fits with the hypothesis that immune cells in the tumor micro-environment are of great importance for clinical outcome, and this is also in line with findings in other cancer types.[@cit0007]

The prognostic value of CD8+ TILs was most frequently assessed. Because cytotoxic T-cells belong to the subset of T-cells that directly target tumor cells, it is a more robust biomarker than CD3. Indeed, almost every study that assessed the prognostic value of CD8+ TILs found a better outcome for HPV-negative as well as HPV-positive patients with high CD8+ T cell infiltration, which was also seen in our meta-analysis.

Several studies assessed the prognostic value of CD4+ TIL infiltration in HNSCC. However, the role of CD4+ lymphocytes in the tumor micro-environment is ambiguous.[@cit0016] A wide range of CD4+ cell subsets with different functions exists, ranging from the cytotoxic cell response stimulating Th1 cells, to the immune suppressing regulatory T-cells. Staining for CD4 expression alone does not distinguish between these subsets.[@cit0013]

Our meta-analysis suggested high CD4+ TIL infiltration to be a favorable, prognostic biomarker for the outcome of HNSCC. However, it was not possible to extract the required data from most studies that investigated the prognostic role of CD4+ lymphocytes. The publications did not report their results because of lack of statistical significance, possibly implicating the presence of publication bias in our analysis.

Considering the ambiguous role of CD4+ lymphocytes in the tumor micro-environment, the small number of eligible studies, and the high suspicion of publication bias for this marker, we conclude that the prognostic role of CD4 remains questionable.

Finally, we assessed the prognostic value of FoxP3. According to our meta-analysis, high tumoral infiltration with FoxP3+ lymphocytes predicts a better clinical outcome in HNSCC patients. Although this was described previously in HNSCC, colorectal cancer and esophageal cancer,[@cit0014] it is unexpected that the presence of immune-suppressing T-cells in the tumor microenvironment was associated with better clinical outcome. A possible explanation for this phenomenon, is that Tregs play a role in suppressing the ongoing, ineffective inflammatory response, which is associated with promoting tumor progression by growth factor and inflammatory cytokine producing immune cells, such as macrophages and dendritic cells.[@cit0014]

Other studies suggested that the number of FoxP3+ TILs could be just a reflection of the total amount of T cells present in tumor epithelium and that the beneficial effect of CD8+ T cells outweighs the immunosuppressive effect of the Tregs.[@cit0038] A way to investigate this potential phenomenon is to look at CD8/FoxP3 ratio. A high ratio, which thus reflects a relative depletion of Tregs, is a potentially robust biomarker for better clinical outcome in different tumor types.[@cit0007] In HNSCC, only one study assessed this ratio, with promising results.[@cit0034] Additional research is necessary to validate the prognostic value of the CD8/FoxP3 ratio in HNSCC.

A last possible explanation for the favorable role of FoxP3+ TILs that we found in our meta-analysis might be the heterogeneity of the FoxP3 expressing T-cell subset. Although considered the most specific Treg marker so far, FoxP3 is not specific for activated Tregs; additional markers, such as CD25 and the absence of CD127, might be required to discriminate Tregs with an immunosuppressive function.[@cit0053]

The main, general limitation of this review, is the heterogeneity within tumor subsite among and within the studies included in our meta-analysis. The prognostic value of biomarkers is likely to differ between different tumor subsites and tumor stages. However, the small number of subjects included in most studies did often not allow stratification for these different circumstances. The use of more homogeneous patient cohorts could strengthen the conclusions on prognostic biomarkers and also provide more insight into the differences between patient subgroups.

This also applies to heterogeneity in treatment modality. Since different treatment modalities have a different mechanism of action, it is likely that the prognostic value of biomarkers also depends on the given therapy. Very few studies accounted for treatment modality in their analysis. Therefore we can only conclude on the general prognostic value of T-cell markers, while the predictive value for specific treatment modalities still has to be elucidated. To incorporate prognostic T-cell markers in clinical practice, more prognostic studies with homogeneous patient cohorts with respect to tumor subsite and tumor stage as well as correction for treatment modality are needed.

Although we focused on TILs in the tumor epithelium, it should be noted that the presence of TILs in the tumor stroma has its effect on prognosis and therapy response as well. However, the prognostic significance of stromal and epithelial immune cells differs.[@cit0054] To keep the data as comparable as possible we excluded data on stromal TILs from our analyses.

To incorporate TILs in clinical practice, it is necessary to determine standardized, validated cut-offs for quantification. However, since methods of quantifying TILs and patient cohorts differed strongly among the studies included in this meta-analysis, it was not possible to suggest general cut-offs yet.

Some studies that did not meet the inclusion criteria for this systematic review were total lymphocyte counts based on hematoxyline- and eosin (H&E) stained sections of head and neck tumors.[@cit0034] However, because we specifically aimed to evaluate the role of T-cells and their subsets in HNSCC prognosis, and H&E staining does not discriminate between different intratumoral immune cells, we did not include studies that quantified TILs in H&E stained sections.

Although immunohistochemistry is more distinctive than H&E staining, heterogeneity of staining for CD markers alone remains a limitation. Besides the heterogeneity in the FoxP3 expressing T-cell subset, CD4 and CD8 are also not exclusively representative for T helper cells and cytotoxic T-cells, respectively, but are also observed on macrophages and dendritic cells.[@cit0059] Modern techniques that are able to identify different T-cell subsets more specifically might provide more robust biomarkers for HNSCC prognosis and therapy response.

In conclusion, our meta-analysis confirmed the prognostic role of both intratumoral CD3+ T-cell infiltration and CD8+ T-cell infiltration in HNSCC. High counts of CD3- and CD8-positive lymphocytes predicted a better clinical outcome. However, for incorporating different T-cell markers as predictive biomarkers in clinical practice, investigation of these biomarkers in homogeneous cohorts with regard to tumor subsite, tumor stage, and therapy with robust, modern techniques, is needed.
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